Zearalenone (ZEa) is one of the main mycotoxins widely spread in contaminated cereal crops, which poses a great threat to food safety as well as human and animal health. Biological control strategies are emerging as important solutions to eliminate mycotoxin contaminations. However, molecular mechanisms underlying ZEA cytotoxic effects are only partly understood. Noncoding RNAs and chromatin accessibilities are important regulators of gene expression and implicate in a variety of biological processes. Here, we established a study model of porcine intestinal epithelial cells upon ZEA exposure and presented a RNA-seq dataset for mRNA, microRNA, and lncRNA profiling in 18 experimental samples. In addition, chromatin accessibilities of four samples were also explored by ATAC-seq. This dataset will shed new light on gene expression profiling and transcriptional regulation of animal cells in the response to ZEa exposure, which further contributes to detecting biomarkers and drug targets for predicting and controlling ZEa contamination.
Background & Summary
Zearalenone (ZEA) is one the main mycotoxins produced by a variety of Fusarium fungal species and widely spread in contaminated cereal crops including maize, wheat, barley and oats 1 . After ingestion and absorption, ZEA is mainly metabolized by intestinal cells and hepatocytes. Because of the structural similarities of ZEA to endogenous estrogen, ZEA can result in serious endocrine disruption and reproductive disorders in animals 2, 3 . In addition, ZEA was also found to cause toxic effects on liver and kidney functions 4, 5 , and lymphocyte proliferation 6 . ZEA is chemically stable and cannot be removed by the manufacturing process, which poses great risks to food safety as well as human and animal health. Biological control strategies are emerging as promising solutions to eliminate mycotoxin contaminations. Therefore, it is becoming increasingly important to further understand the molecular mechanisms underlying ZEA toxic effects for developing strategies controlling ZEA contamination. Disruption of gene expression programs is an important event through which mycotoxins exert cytotoxic effects. Recent studies have preliminarily investigated the effects of ZEA exposure on genome wide gene expression in porcine epithelial cells 7, 8 . However, the regulatory networks involved in gene expression alterations in animal cells upon ZEA exposure remain largely unknown.
Long non-coding RNAs (lncRNAs) and microRNAs (miRNAs) are noncoding RNAs that act as important regulators involved in a variety of physiological, developmental and disease processes at the post-transcriptional level of their target genes 9 . LncRNAs are a class of transcripts with the length of greater than 200 nucleotides, and miRNAs are transcripts with the length of ~22 nucleotides. LncRNAs and miRNAs can either independently regulate target mRNA expression or functionally interact to control the expression of target mRNAs 10 . Therefore, identification of expression patterns of lncRNAs and miRNAs can greatly contribute to revealing the molecular events relevant to the phenotypic changes. Chromatin accessibility represents genomic regions binding with regulatory factors responsible for gene transcription, which can be measured by Tn5 transposase-accessible chromatin sequencing (ATAC-seq). Recently, ATAC-seq has become an effective and powerful tool to capture open chromatin to identify the regulatory elements of gene transcription 11 .
In this study, we performed genome-wide analyses of the expressions of mRNA, miRNA, and lncRNA in porcine intestinal epithelial cells upon ZEA exposure (Fig. 1a ). In total, 18 samples were sequenced on the Illumina Hiseq Platform, generating a total of 1,052,122,031 clean reads after quality control (Tables 1, 2 ). In addition, changes in chromatin accessibilities upon ZEA exposure were also explored by ATAC-seq ( Fig. 1a ; Table 1 ), which yielded a total of 230,639,896 clean reads (Table 3) . Integrative bioinformatic analysis workflow of RNA-seq and ATAC-seq data is shown in Fig. 1b . These data will provide comprehensive insight into gene expression profiles and transcriptional regulation of animal cells in the response to ZEA exposure, which may aid the detection of biomarkers and drug targets for predicting and controlling ZEA contamination.
Methods
Sample preparation and collection. Porcine intestinal epithelial cells (IPEC-J2) were inoculated in 6-well plate at a density of 5 × 10 5 cells/mL and cultured overnight in a CO 2 incubator at 37 °C. ZEA was then added to the medium of experimental wells at a final concentration of 10 µg/mL, which can induce cytotoxicity in porcine intestinal epithelial cells as previously reported 12, 13 . An equal volume of phosphate buffer saline was added to the medium of control wells. ZEA-treated and control cells were cultured for 48 h and collected for RNA-seq and ATAC-seq (Table 1) . Cell viability was gauged using the Cell Counting Kit-8 following the manufacturer's protocols (Dojindo, Kumamoto, Japan) on the platform of Tecan Infinite 200 microplate reader (Sunrise, Tecan, Switzerland). Significant reduction of cell viability was observed upon ZEA exposure, indicating the toxic effects elicited by ZEA on IPEC-J2 cells (Fig. 1c ). Three ZEA-treated and three control samples were collected for mRNA, microRNA, and lncRNA sequencing, respectively ( Table 1 ). In addition, two ZEA-treated and two control samples were collected for ATAC-seq analysis ( Table 1 ).
Library preparation for mRNA sequencing. Total RNA of the experimental samples was extracted using the Trizol method following the manufacturer's protocols (Tiangen, Beijing, China). A total amount of 3 µg of RNA per sample was used for mRNA sequencing library preparations using NEBNext Ultra RNA Library Prep Kit for Illumina (NEB, MA, USA) following the manufacturer's protocols. Index codes were added to attribute sequences to each sample. The library was quantified using the Qubit 2.0 Fluorometer (Thermo Scientific, MA, USA) and diluted into 1 ng/μL, and the library quality was assessed on the Agilent Bioanalyzer 2100 system (Agilent Technologies, CA, USA). Clustering of the index-coded samples was conducted on a cBot Cluster Generation System using TruSeq SR Cluster Kit v3-cBot-HS (Illumia, CA, USA) according to the manufacturer's guidelines. Following cluster generation, the library preparations were then sequenced on the Illumina Hiseq. 2500 platform and 150 bp paired-end reads were yielded. www.nature.com/scientificdata www.nature.com/scientificdata/ Library preparation for miRNA sequencing. Total RNA of the experimental samples was extracted using the Trizol method following the manufacturer's protocols (Tiangen, Beijing, China). A total amount of 3 μg of RNA for each sample was used for sequencing library preparation using the NEBNext Small RNA Library Prep Set for Illumina (NEB, MA, USA) following the vendor's instructions (Illumina, CA, USA). The library was quantified using the Qubit 2.0 Fluorometer (Thermo Scientific, MA, USA) and diluted into 1 ng/μL, and the library quality was assessed on the Agilent Bioanalyzer 2100 system (Agilent Technologies, CA, USA) using DNA High Sensitivity Chips. Clustering of the index-coded samples was conducted on a cBot Cluster Generation System using TruSeq SR Cluster Kit v3-cBot-HS (Illumina, CA, USA) according to the manufacturer's guidelines. The library preparations were then sequenced on the Illumina Hiseq. 2500 platform and 50 bp single-end reads were produced.
Library preparation for lncRNA sequencing. Total RNA of the experimental samples was extracted using the Trizol method following the manufacturer's protocols (Tiangen, Beijing, China). A total amount of 3 μg of RNA of each sample was used for library construction, and ribosomal RNA was removed by Epicentre Ribo-zero rRNA Removal Kit (Epicentre, WI, USA). Sequencing libraries were prepared using the rRNA-depleted RNA by NEBNext Ultra Directional RNA Library Prep Kit for Illumina (NEB, MA, USA) following manufacturer's recommendations. The library was quantified using the Qubit 2.0 Fluorometer (Thermo Scientific, MA, USA) and diluted into 1 ng/μL, and the library quality was evaluated on the Agilent Bioanalyzer 2100 system (Agilent Technologies, CA, USA). Clustering of the index-coded samples was conducted on a cBot Cluster Generation System using TruSeq SR Cluster Kit v3-cBot-HS (Illumia, CA, USA) following the manufacturer's guidelines. The library preparations were then sequenced on the Illumina Hiseq. 2500 platform and 150 bp paired-end reads were produced.
Transcripts expression quantification. Paired-end clean reads of mRNA sequencing ( Table 2) were aligned to the Sscrofa11.1 genome assembly (https://www.ncbi.nlm.nih.gov/genome/?term=pig) using HISAT2 14 . More than 93% of the clean reads of each sample were mapped to the reference genome ( Table 2) . Read numbers mapped to each gene were counted using featureCounts 15 . The FPKM (expected number of Fragments Per Kilobase of transcript sequence per Millions base pairs sequenced) value of each gene was determined by the length of the gene and read counts mapped to this gene and used for estimating gene expression levels 16 www.nature.com/scientificdata www.nature.com/scientificdata/ For miRNA clean reads, length filter was first processed for all samples ( Table 1) . The filtered reads were then mapped to the Sscrofa11.1 genome assembly using Bowtie 18 without mismatch to analyze their expression and distribution (Table 2) . Mapped small RNA tags were utilized to identify known miRNAs using miRDeep2 19 based on miRBase 22 (http://www.mirbase.org/). Custom scripts were used to quantify the miRNA counts and base bias on the first position of identified miRNA with certain length. For novel miRNA prediction, miREvo 20 and miRDeep2 19 were integrated to predict novel miRNAs by exploring the second structure, Dicer cleavage site, and minimum free energy of the unannotated small RNA tags. miRNA expression levels were normalized as follows: normalized expression = mapped read count × 10 6 /library size 21 . Target gene prediction of miRNAs www.nature.com/scientificdata www.nature.com/scientificdata/ was performed using miRanda 22 . The expression levels of known miRNAs and novel miRNAs, and the predicted target genes are available at Figshare 17 .
The paired-end clean reads of lncRNA sequencing ( Table 2) were aligned to the Sscrofa11.1 genome assembly using HISAT2 14 . The mapped reads of each sample were assembled using StringTie 23 via a reference-based method. FPKM of lncRNAs in each sample was then calculated using StringTie 23 . The assembled transcripts were selected based on following criteria: number of exons ≥2; the length >200 bp nucleotides; non-overlap with the annotated exons in the reference genome. Four programs including Pfam-scan (v1.3) 24 , CPC2 (v0.1) 25 , PhyloCSF (v20121028) 26 , and CNCI (v2) 27 with default parameters were used to assess the coding potential of transcripts. Transcripts predicted with coding potential by any of the four tools were removed, and those without coding potential were considered as candidate lncRNAs. Prediction of lncRNA-mRNA co-location networks was conducted with the parameters of upstream and downstream 100 kb of the location of lncRNAs. LncRNA-mRNA co-expression networks were predicted with R function "cor.test", and mRNAs with absolute value of the correlation coefficient greater than 0.95 were retained. The expression levels of lncRNAs, lncRNA-mRNA co-location networks, and lncRNA-mRNA co-expression networks are available at Figshare 17 .
Differential expression analysis.
Following expression quantification, differential expression analyses of miRNAs, lncRNAs, and mRNAs between ZEA-treated and control groups were performed using DESeq. 2 28 . Benjamini and Hochberg's method was applied to correct the resulting P-values for controlling false discovery rate. The mRNAs with a corrected P-value < 0.05 and |log2 fold change| ≥ 1 were defined as differentially expressed (Fig. 2a ). The miRNAs with |log2 fold change| ≥ 1 and a P-value < 0.05 were defined as differential expression miRNAs (Fig. 2b) . The lncRNAs with a corrected P-value < 0.05 were defined as differential expression lncRNAs (Fig. 2c) . The differential expression data of miRNA, lncRNAs, and mRNAs are available at Library construction for ATAC-seq. ATAC-seq was conducted according to the protocols previously reported 29 . In brief, the nuclei were extracted and resuspended in the Tn5 transposase reaction mix. The transposition reaction was incubated at 37 °C for 30 min. Post transposition, the equimolar adapter1 and adapter 2 were added, and then PCR was performed to amplify the library. The library was purified with the AMPure beads and measured with Qubit 2.0 Fluorometer for quality assessment (Thermo Scientific, MA, USA). Clustering of the index-coded samples was performed on a cBot Cluster Generation System using TruSeq SR Cluster Kit v3-cBot-HS (Illumia, CA, USA) following the manufacturer's instructions. The library preparations were sequenced on the Illumina Hiseq. 2500 platform by Novogene Bioinformatics Institute (Novogene, Beijing, China) and 150 bp paired-end reads were generated. (Table 3) were aligned to the Sscrofa11.1 genome assembly using BWA 30 with default parameters. Read density (Fig. 3a) www.nature.com/scientificdata www.nature.com/scientificdata/ transcription start site was calculated using coumputeMatrix of DeepTools 31 . Peak calling was then performed using MACS2 32 . All reads were shifted towards the 3′ direction to the length of insert fragments, and the dynamic λ of each 200 bp sliding window was calculated. P values of each window were calculated based on the Poisson distribution and corrected using the false discovery rate method. The regions with a corrected P-value < 0.05 were defined as peaks, and the peaks have been submitted to Figshare 17 . The Homer software suite 33 was utilized to recognize motif sequence in the 250 bp upstream and 250 bp downstream of the peak summits. Motif sequences were matched to the known motifs of transcription factors (Fig. 3b) . The distance of peak summits to the nearest www.nature.com/scientificdata www.nature.com/scientificdata/ transcription start site and corresponding genes were analyzed using the PeakAnalyzer tool 34 . Differential peaks between ZEA-treated and control groups were identified by calculating the ratio of fold rich between the two groups. Peaks with |log2 fold rich ratio| ≥ 1 were defined as differential peaks. Hierarchical clustering analysis was performed to display the enrichment pattern of peaks in the two groups (Fig. 3c ). Differential peaks between the two groups have been submitted to Figshare 17 .
ATAC-seq data analysis. Paired-end clean reads

Data Records
The sequencing data of all experimental samples in the fastq format have been submitted to the Sequence Read Archive of NCBI under the accession number SRP218038 35 . The files of gene expression level and differential expression data between the two groups have been deposited in Figshare 17 .
technical Validation
RNA quality control. RNA degradation and contamination was monitored on 1% agarose gels. The concentration and integrity of RNA samples were measured using the Qubit Fluorometer (Thermo Scientific, MA, USA) and Agilent 2100 Bioanalyzer platform (Agilent Technologies, CA, USA). Samples with rRNA ratio (28S/18S) ≥ 1.9 and RNA integrity number ≥8 were subjected to sequencing library construction.
Quality validation and analyses. We examined the error rate of mRNA (Fig. 4a) , miRNA (Fig. 4b) , and lncRNA ( Fig. 4c ) read sequence and found high-quality sequences across all read bases. Raw sequencing data of mRNA, miRNA, and lncRNA ( Table 2) were filtered to remove the reads with 5′ adapter contaminants, without 3′ adapter or the insert tag, with the proportion of N base greater than 10%, with poly A/T/G/C, and low quality reads (proportion of the bases with Qphred < = 20 greater than 30% of the total read bases) using FastQC 36 . All samples produced >97% clean reads after quality control, and >90% of clean reads were mapped to the reference genome (Table 2 ). In parallel, Q20, Q30, and GC content of the clean data were calculated ( Table 2) . These analyses indicated the high-quality of library construction and sequencing data of experimental samples. Genomic distribution analysis showed that on average 86.59% of the mapped reads of control samples and 86.98% of the mapped reads of ZEA-treated samples were mapped to exons (Fig. 4d ), suggesting the efficient reflection of genome-wide gene expressions. Length distribution analysis of miRNA read sequence showed that most of the reads (88.6%) were in the length of 21~24 nt (Fig. 4e) , which was consistent with the biological features of small RNAs. Pearson correlation analysis was performed to further examine the reproducibility of biological replicates in different groups. Correlation coefficients of mRNA sequencing replicates within ZEA-treated and control groups were greater than 0.99 (Fig. 5a ). Correlation coefficients of miRNA sequencing replicates within www.nature.com/scientificdata www.nature.com/scientificdata/ the two groups were greater than 0.98 (Fig. 5b) , and those of lncRNA sequencing replicates within the two groups were greater than 0.85 (Fig. 5c ).
For ATAC-seq data, raw reads (Table 3) were first trimmed using Skewer 37 to remove the reads with sequencing adaptors, with proportion of N base greater than 10%, low quality reads (proportion of the bases with Qphred < = 20 greater than 30% of the total reads bases), and the reads with the length smaller than 18 nt after trimming. To ensure the reliability of read mapping, reads with mapping quality > 13 and properly paired reads were retained for subsequent analysis. The size distribution of sequenced fragments displayed clear periodicity, and the regions around transcription start sites were enriched for ATAC-seq reads (Fig. 6 ). The two standard quality metrics demonstrated the ATAC-seq data quality to capture the accessible chromatin regions (Fig. 6) . Moreover, the Pearson correlation coefficients are 0.969 of ZEA-treated replicates and 0.964 of control replicates ( Fig. 7a) , indicating high reproducibility of accessible chromatin regions between replicates within the two groups. We identified peaks by using the MACS2 program 32 . Peak scores (-log10 (corrected P value)) were calculated and most of the peaks showed a peak score >20 (Fig. 7b ), indicating the high reliability of peak calling. 
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